14 YA EET B8 F 1M, 200042 A

A5 IRE Original Papers

SRS HE MR R 5 R QB R A E SRR

ITER HES =% HET gF
ZRAbR R 2R 2= B, R RIE 150040

RE AR MAEN DNA S ZEKAIFIER 2 F G LTP) #9385 A7), JRACE # R 2% L4 K cDNA 57, AR
995 JEEIFR 96 bp, 3' IFEAIFR 222 bp, T EAE 285bp, %L 94 NRIRER, T EG U S TFEAHIOKD, $wEHh
8.02, IR A 8L BT Cys RAR 20 MNAKRBRGE TR, ARBGHYBAZHEEGRR . LER A7 K5 E
(GenBank) & 5 A AY574218(3 ) F= AASTI106(%& &)

KYEIR) FATARN; MM EiEEY; AR A%; RACE
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(LTP) Genes from Tamarix androssowii and Other Species
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Abstract Based on the partial sequence of a lipid transfer protein (LTP) gene acquired from a clone in Tamarix
androssowii cDNA library, the LTP gene was cloned by using rapid amplification of cONA end (RACE) technology.
The acquired gene was 603 bp in length, including 96 bp of 5' untranslated region, 222 bp of 3" untranslated
region, and an open reading frame (ORF) of 285 bp. The ORF region encoded a peptide of 94 deduced amino
acid residues. The deduced molecular weight of protein was 9.9 kD and its isoelectric point was 8.02. This
gene contained 8 cysteine residues that were conserved in amino acid sequence, and had a signal peptide with
26 amino acids. It was a typical plant LTP gene. The gene was accepted by GenBank, the accession numbers
were AY574218(gene) and AAS79106(protein).
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Fig. 1 Nucleotide and deduced amino acid sequences of LTP from 7. androssowii
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